Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.043; wR factor = 0.123; data-to-parameter ratio = 18.3.
In the molecule of the title compound, C 18 H 24 N 2 O 2 , the piperidine rings are in chair conformations. The crystal structure is stabilized by intermolecular C-HÁ Á ÁO hydrogen bonding. There are neither C-HÁ Á Á norinteractions in the structure.
Related literature
For hydrogen-bond motifs, see: Bernstein et al. (1995) . For ring puckering parameters, see Cremer & Pople (1975 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) x; y À 1; z.
Data collection: SMART (Bruker, 2001) ; cell refinement: SAINT (Bruker, 2001) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: SHELXL97.
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Comment
The configuration and conformation of the title compound, (I) and the atom numbering scheme are shown in the ORTEP drawing ( Fig. 1) . The piperidone ring exibits chair conformation as evident from the puckering parameters (Q)=0.549 (1) Å, θ = 173.4 (2) °, ψ = 181.9 (1) ° (Cremer & Pople, 1975) .
In the crystal structure, an intermolecular C-H···O bond is found generating R22(24) motif (Bernstein et al., 1995) .
Experimental
A mixture of 4-piperidone monohydrate hydrochloride (2 mol), 1,4-bis(bromomethyl)benzene (1 mol) and potassium carbonate (6 mol) in anhydrous benzene was refluxed for 7 h. The completion of reaction was monitored by TLC. Potassium carbonate was filtered off and the excess solvent was removed under reduced pressure. The solid obtained was purified over a column of silica gel (60-120 mesh size) using benzene-ethyl acetate (60-80 °C) in the ratio of 20:80. Yield: 40% m.p. 289°C.
Refinement
The H atoms were placed in calculated positions and allowed to ride on their carrier atoms with C-H = 0.93-0.97 Å.U iso = 1.2U eq (C) for CH and CH 2 groups. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (13) 0.31091 (7) 0.0657 (4) Atomic displacement parameters (Å 2 )
0.0372 (6) 0.0349 (7) 0.0605 (8) −0.0033 (5) −0.0021 (5) 0.0041 (6) C3 0.0595 (8) 0.0329 (7) 0.0659 (9) −0.0062 (6) −0.0079 (7) 0.0018 (6) C4 0.0549 (8) 0.0322 (6) 0.0448 (7) 0.0048 (5) 0.0072 (6) 0.0015 (5) C5 0.0415 (7) 0.0509 (9) 0.0821 (10) 0.0057 (6) 0.0064 (7) 0.0227 (7) C6 0.0423 (7) 0.0422 (8) 0.0731 (10) −0.0085 (6) −0.0107 (7) 0.0130 (7) C7 0.0586 (8) 0.0308 (7) 0.0540 (8) −0.0024 (6) −0.0075 (6) −0.0006 (6) C8 0.0502 (7) 0.0233 (5) 0.0464 (7) −0.0019 (5) 0.0015 (5) −0.0002 (5) C9 0.0462 (7) 0.0374 (7) 0.0528 (8) 0.0024 (5) 0.0113 (6) −0.0021 (5) C10 0.0573 (8) 0.0368 (7) 0.0401 (6) −0.0039 (6) 0.0106 (6) 0.0016 (5) N1 0.0389 (5) 0.0288 (5) 0.0484 (6) −0.0026 (4) −0.0022 (4) 0.0059 (4) O1 0.0827 (8) 0.0385 (6) 0.0723 (7) −0.0004 (5) −0.0012 (6) 0.0175 (5) Geometric parameters (Å, °) (18) 
